ABSTRACT Magnetospirillum gryphiswaldense is a key organism for understanding magnetosome formation and magnetotaxis. As earlier studies suggested a high genomic plasticity, we (re)sequenced the type strain MSR-1 and the laboratory strain R3/S1. Both sequences differ by only 11 point mutations, but organization of the magnetosome island deviates from that of previous genome sequences.
be observed. Two are located within genes described to mediate rifampicin (rpoB) or streptomycin (rpsL) resistance upon modification (10, 11) . These results explain the antibiotic resistances of strain R3/S1 and verify the different sources of the strains. In contrast to previous observations (12) , no major genomic rearrangements could be detected. One possible explanation might be the high density of transposases found in the genome (88 genes annotated as transposase/integrase), impeding previous attempts at assembly without long-read data. The significantly reduced size of the new genome sequences also supports this interpretation (4, 13) . Alternatively, the previously reported large deletions might occur only under specific stress conditions. Additionally, an ϳ10-kb genomic region containing several magnetosome-related genes (e.g., feoAB1 and mmxF) and flanked by transposases, which was absent from a previous draft genome sequence (12) or was located at the 3= end of the magnetosome island in the first complete genome sequence of M. gryphiswaldense (3) , is located at the 5= region of the magnetosome island in our new genome sequences. Accession number(s). The whole-genome sequences described here have been deposited in GenBank under the accession numbers CP027526 and CP027527.
